The complete mitochondrial genome of Tyspanodes hypsalis (Lepidoptera: Crambidae).
The size of Tyspanodes hypsalis (Warren, 1891) mitogenome was 15,329 bp in which the base composition of mitogenome was 40.0% A, 41.4% T, 11.9% G and 7.7% C. All protein-coding genes (PCGs) utilized the standard ATN, while COI used CGA as the initial codon. In addition, all PCGs had the common stop codon (TAN), except COI and ND5 respectively used incomplete termination codon T and TA. All tRNAs had the typical cloverleaf structure of mitochondrial tRNAs, with the exception of tRNASer(AGN), the dihydrouridine (DHU) arm of which forms a simple loop. The A + T-rich region of 350 bp contains several features common to the Lepidoptera insects. Including the motif "ATAGA" followed by a 17-bp poly-T stretch, a microsatellite-like (AT)8 element preceded by the ATTTA motif, and a 12 bp polyA-like stretch (AAATAAAAAAAAA) present immediately upstream tRNAMet.